• A 3.6 MB scaffold at a depth of about 9x, whose best BLAST hits were to the Erythrobacter genus.
• A set of scaffolds at a depth of 2x -3 x, whose best hits were to the Agrobacterium genus.
• A complete 145 KB plasmid, of unknown origin.
Summary of Assembly Results
• The E.huxleyi has proven to be very challenging to assemble.
• With the standard JGI sequencing protocol, the high-GC content of the genome could result in systematic errors at particular sequences. About half of the data set was produced with the regular protocol.
• A high-GC sequencing protocol was developed and used for the second half of the sequencing. Combining this sequence with the potential systematic biases of the "regular" set could produce an increase in the apparent polymorphism rate.
• Alignment to a set of draft subcloned fosmids suggested that the genome might be highly repetitive.
• Analysis of the consensus sequences for the 12/30/2004 suggested a possible polymorphism rate of about 1.5% However, the method used for this estimate was subject to non-trivial errors in both directions.
Where Do We Go From Here?
• Assemble using only the high-GC protocol sequence • Attempt to estimate the polymorphism rate using the high-GC protocol sequence and the draft subcloned fosmids; adjust the assembly parameters accordingly • Attempt to identify repeat elements in the genome, and exclude from the initial rounds of assembly
